: Assessing the robustness of phylogenetic weights to errors in tree construction and rooting. We performed bootstrap re-sampling of multiple sequence alignments followed by tree construction and rooting as described in the main text. The top row shows the correlation of the resulting GSC and ACL weights for an example protein (1aoeA) Fig. S2 : For each of the indicated weighting methods (rows) and post hoc corrections (columns), we show the average (across all 150 proteins) PPVs across a range of pairwise regularization coefficients ('LFACTOR' in CCMPRED). The default parameter is highlighted by the gray vertical stripe.
